The title compound was prepared by reacting fluoric acid (Merck, 40%) with powder vanadium (99.7%). The resulting solution was then added to an aqueous solution of L-arginine (Aldrich, 98%) in a 1:2 vanadium/arginine molar proportion. The powder obtained after a few weeks was then recrystallized in a 1:1 ethanol/water solution over a period of several days. One single crystal of good quality was selected from an inhomogeneous mixture.
Source of material
The title compound was prepared by reacting fluoric acid (Merck, 40%) with powder vanadium (99.7%). The resulting solution was then added to an aqueous solution of L-arginine (Aldrich, 98%) in a 1:2 vanadium/arginine molar proportion. The powder obtained after a few weeks was then recrystallized in a 1:1 ethanol/water solution over a period of several days. One single crystal of good quality was selected from an inhomogeneous mixture.
Disussion
The structure was solved by direct methods. There are three water molecules, one hexafluorovanadate ion and 3 argininium cations in the asymmetric unit. One of the argininium cations is disordered, assuming two different conformations. All Η-atoms, except those of the water molecules, were placed at calculated positions and refined as riding using the SHELXL-97 defaults [ 1 ] . The water hydrogens were found on a difference Fourier map and their positions were refined isotropically with a displacement parameter constrained to be equal to 1.5 times that of the parent oxygen atom. It is well known that vanadium can interact with proteins and peptides, even as a trace element, particularly in the form of vanadate. Aqueous solutions containing vanadium(V) generate different vanadate oligoanions that exhibit distinct affinities for proteins.
One of the most interesting properties of such compounds is the use of sodium metavanadate and vanadyl sulfate as oral insulin substitutes [2] . We report here the first structure of an aminoacid with a fluor-coordinated vanadium complex as a counter ion. In the title compound the vanadium is octahedrally coordinated by six fluorine ions at distances 1.820 (2) There is an extended and complex three-dimensional network of hydrogen bonds supporting the structure. Full capability for hydrogen bonding of the aminoacid molecules is achieved, as every amino and guanidyl Η atom is donated to an acceptor. Every fluorine atom accepts at least two hydrogen bonds. The absolute structure was determined from the X-ray analysis using the significant anomalous dispersion of vanadium at the MoK a wavelength and confirmed the well-known absolute structure of L-arginine (C a is a S chiral center). 
